In the past ten years several novel hantaviruses were discovered in shrews, moles and 15 bats, suggesting the dispersal of hantaviruses in many animal taxa other than rodents during their 16 evolution. Interestingly, the co-evolutionary analyses of most recent studies have raised the 17 possibility of non-rodents may have served as the primordial mammalian host and harboured the 18 ancestors of rodent-borne hantaviruses as well. The aim of our study was to investigate the presence 19 of hantaviruses in bat lung tissue homogenates originally collected for taxonomic purposes in 20 Malaysia, 2015. Hantavirus specific nested RT-PCR screening of 116 samples targeting the L 21 segment of the virus have revealed the positivity of two lung tissue homogenates originating from 22 Murina aenea bat species. Nanopore sequencing of hantavirus positive samples resulted in partial 23 genomic data from S, M and L genome segments. The obtained results indicate the first molecular 24 evidence for hantavirus in Murina aenae bat species and also the first discovery of a hantavirus in 25 Murina bat species. Sequence analysis of the PCR amplicon and partial genome segments suggests 26 the identified virus may represent a novel species in Mobatvirus genus within Hantaviridae family.
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Here we present a presumably novel hantavirus tentatively named Mulu hantavirus (MUV) 50 within Mobatvirus genera detected in Bonze tube nosed bat (Murina aenea) from Malaysia. Our partial 51 sequences from the S, M and L segments may contribute to the filling of evolutionary gaps and may 52 help to get closer to understand the evolution of hantaviruses. Prior to Nanopore sequencing, lung tissue homogenates were exposed to enrichment protocol as 80 detailed previously [8], followed by a ribodepletation procedure using The RiboMinus™ Eukaryote 
